Deregulation of MADS-box transcription factor genes in a mutant defective in the WUSCHEL-LIKE HOMEOBOX gene EVERGREEN of Petunia hybrida by Schorderet, Martine et al.
References related to Table S3 from Schorderet et al (KPSB #1471299)  
 
44. Kardailsky I, Shukla VK, Ahn JH, Dagenais N, Christensen SK, Nguyen JT, Chory J, Harrison MJ, Weigel 
D. Activation tagging of the floral inducer FT. Science. 1999;286:1962–1965.  
45. Mandel MA, Gustafson-Brown C, Savidge B, Yanofsky MF. Molecular characterization of the Arabidopsis 
floral homeotic gene APETALA1. Nature. 1992;360:273–277. doi:10.1038/360273a0. 
46. Bradley D, Ratcliffe O, Vincent C, Carpenter R, Coen E. Inflorescence commitment and architecture in 
Arabidopsis. Science. 1997;275:80–83. 
47. Hartmann U, Hohmann S, Nettesheim K, Wisman E, Saedler H, Huijser P. Molecular cloning of SVP: a 
negative regulator of the floral transition in Arabidopsis. Plant J. 2000;21:351–360. 
48. Golz JF, Keck EJ, Hudson A. Spontaneous mutations in KNOX genes give rise to a novel floral structure in 
Antirrhinum. Curr Biol. 2002;12:515–522. 
49. Kieffer M, Stern Y, Cook H, Clerici E, Maulbetsch C, Laux T, Davies B. Analysis of the transcription factor 
WUSCHEL and its functional homologue in Antirrhinum reveals a potential mechanism for their roles in 
meristem maintenance. Plant Cell. 2006;18:560–573. 
50. Huijser P, Klein J, Lonnig WE, Meijer H, Saedler H, Sommer H. Bracteomania, an inflorescence anomaly, 
is caused by the loss of function of the MADS-box gene SQUAMOSA in Antirrhinum majus. EMBO J. 
1992;11:1239–1249.  
51. Bradley D, Carpenter R, Copsey L, Vincent C, Rothstein S, Coen E. Control of inflorescence architecture in 
Antirrhinum. Nature. 1996;379:791–797. 
52. Masiero S, Li MA, Will I, Hartmann U, Saedler H, Huijser P, Scharz-Sommer Z, Sommer H. 
INCOMPOSITA:a MADS-box gene controlling prophyll development and floral meristem identity in 
Antirrhinum. Development. 2004;131:5981–5990. 
53. Stuurman J, Jäggi F, Kuhlemeier C. Shoot meristem maintenance is controlled by a GRAS-gene mediated 
signal from differentiating cells. Genes Dev. 2002;16:2213–2218.  
54. Tsukamoto A, Hirai T, Chin DP, Mii M, Mizoguchi T, Mizuta D, Yoshida H, Olsen JE, Ezura H, Fukuda N. 
The FT-like gene PehFT in petunia responds to photoperiod and light quality but is not the main gene promoting 
light qualityassociated flowering. Plant Biotechnol J. 2016;33:297–307:297–307. 
55. Molinero-Rosales N, Jamilena M, Zurita S, Gomez P, Capel J, Lozano R. FALSIFLORA, the tomato 
orthologue of FLORICAULA and LEAFY, controls flowering time and floral meristem identity. Plant J. 
1999;20:685-693. 
56. Janssen B-J, Williams A, Chen J-J, Mathern J, Hake S, Sinha N. Isolation and characterization of two 
knotted-like homeobox genes from tomato. Plant Mol. Biol. 1998;36:417-425. 
57. Reinhardt D, Frenz M, Mandel T, Kuhlemeier C. Microsurgical and laser ablation analysis of interactions 
between the zones and layers of the tomato shoot apical meristern. Development. 2003;130:4073–4083. 
58. Krieger U, Lippman ZB, Zamir D. The flowering gene SINGLE FLOWER TRUSS drives heterosis for 
yield in tomato. Nat Genet. 2010;42:459–U138. 
59. Burko Y, Shleizer-Burko S, Yanai O, Shwartz I, Zelnik ID, Jacob-Hirsch J, Kela I, Eshed-Williams L, Ori 
N. A role for APETALA1/FRUITFULL transcription factors in tomato leaf development. Plant Cell. 
2013;25:2070–2083.  
60. Pnueli L, Carmel-Goren L, Hareven D, Gutfinger T, Alvarez J, Ganal M, Zamir D, Lifschitz E. The SELF-
PRUNING gene of tomato regulates vegetative to reproductive switching of sympodial meristems and is the 
ortholog of CEN and TFL1. Development. 1998;125:1979–1989.  
61. Nakano T, Kato H, Shima Y, Ito Y. Apple SVP family MADS-Box proteins and the tomato pedicel 
abscission zone regulator JOINTLESS have similar molecular activities. Plant Cell Physiol. 2015;56:1097–
1106. 
62. Hofer J, Turner L, Hellens R, Ambrose M, Matthews P, Michael A, Ellis N. UNIFOLIATA regulates leaf 
and flower morphogenesis in pea. Curr Biol. 1997;7:581–587.  
63. Taylor S, Hofer J, Murfet I. STAMINA PISTILLOIDA, the pea ortholog of FIM and UFO, is required for 
normal development of flowers, inflorescences, and leaves. Plant Cell. 2001;13:31–46. 
64. Hofer J, Gourlay C, Michael A, Ellis THN. Expression of a class 1 knotted1-like homeobox gene is down-
regulated in pea compound leaf primordia. Plant MolBiol. 2001;45:387–398. 
65. Hecht V, Laurie RE, Vander Schoor JK, Ridge S, Knowles CL, Liew LC, Sussmilch FC, Murfet IC, 
Macknight RC,Weller Jl. The pea GIGAS gene is a FLOWERING LOCUS T homolog necessary for graft-
transmissible specification of flowering but not for responsiveness to photoperiod. Plant Cell. 2011;23:147–161. 
66. Taylor SA, Hofer JMI, Murfet IC, Sollinger JD, Singer SR, Knox MR, Ellis THN. PROLIFERATING 
INFLORESCENCE MERISTEM, a MADS-box gene that regulates floral meristem identity in pea. Plant 
Physiol. 2002;129:1150–1159. 
67. Foucher F, Morin J, Courtiade J, Cadioux S, Ellis N, Banfield MJ, Rameau C. DETERMINATE and LATE 
FLOWERING are two TERMINAL FLOWER1/CENTRORADIALIS homologs that control two distinct phases of 
flowering initiation and development in pea. Plant Cell. 2003;15:2742-2754. 
 
 
 
